Key indicators: single-crystal X-ray study; T = 296 K; mean (C-C) = 0.003 Å; R factor = 0.053; wR factor = 0.149; data-to-parameter ratio = 18.3.
Related literature
For standard bond lengths, see: Allen et al. (1987) . For hydrogen-bond motifs, see: Bernstein et al. (1995) . For the structures of some tetradentate Schiff base ligands, see: Kargar et al. (2009 Kargar et al. ( , 2010a ; Kia et al. (2010 Kia et al. ( , 2011 
Data collection
Bruker SMART APEXII CCD area-detector diffractometer Absorption correction: multi-scan (SADABS; Bruker, 2005) T min = 0.972, T max = 0.990 36786 measured reflections 10103 independent reflections 5848 reflections with I > 2I) R int = 0.044 Refinement R[F 2 > 2(F 2 )] = 0.053 wR(F 2 ) = 0.149 S = 1.01 10103 reflections 553 parameters H-atom parameters constrained Á max = 0.30 e Å À3 Á min = À0.20 e Å À3 Table 1 Hydrogen-bond geometry (Å , ). Data collection: APEX2 (Bruker, 2005); cell refinement: SAINT (Bruker, 2005); data reduction: SAINT; program(s) used to solve structure: SHELXTL (Sheldrick, 2008); program(s) used to refine structure: SHELXTL; molecular graphics: SHELXTL; software used to prepare material for publication: SHELXTL and PLATON (Spek, 2009). AS and HK thank the PNU for financial support. RK thanks the Science and Research Branch, Islamic Azad University, Tehran. IUK thanks the University of Lahore, Pakistan for research facilities. 3,3'-Dimethoxy-2,2'- [(4,5-dimethyl-o-phenylene) 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) (7) 0.0568 (9) −0.0174 (7) −0.0350 (8) 0.0052 (6) O6B 0.0497 (8) 0.0384 (7) 0.0792 (10) −0.0080 (6) −0.0283 (7) −0.0013 (7) O7B 0.0640 (9) 0.0312 (7) 0.0513 (8) −0.0108 (6) −0.0200 (6) −0.0029 (6) O8B 0.0419 (7) 0.0368 (7) 0.0583 (8) −0.0125 (6) −0.0168 (6) 0.0010 (6) N1A 0.0574 (10) 0.0401 (9) 0.0409 (9) −0.0062 (7) −0.0066 (7) −0.0058 (7) N2A 0.0629 (11) 0.0422 (9) 0.0382 ( 0.0355 (9) 0.0341 (9) 0.0396 (10) −0.0075 (7) −0.0044 (7) −0.0028 (7) C30B 0.0331 (9) 0.0323 (9) 0.0337 (9) −0.0077 (7) −0.0044 (7) −0.0013 (7) C31B 0.0380 (10) 0.0287 (9) 0.0380 (9) −0.0065 (7) −0.0059 (7) 0.0010 (7) C32B 0.0328 (9) 0.0333 (9) 0.0324 (9) −0.0054 (7) −0.0058 (7) 0.0006 (7) C33B 0.0443 (10) 0.0299 (9) 0.0419 ( 0.0342 (9) 0.0307 (9) 0.0395 (10) −0.0052 (7) −0.0077 (7) 0.0010 (7) C38B 0.0356 (9) 0.0329 (9) 0.0368 (9) −0.0038 (7) −0.0073 (7) −0.0028 (7) C39B 0.0374 (9) 0.0296 (9) 0.0316 (9) −0.0055 (7) −0.0036 (7) −0.0044 (7) C40B 0.0374 (9) 0.0332 (9) 0.0316 (9) −0.0051 (7) −0.0032 (7) −0.0029 (7) C41B 0.0483 (11) 0.0342 (10) 0.0454 (11) −0.0118 (8) −0.0041 (9) −0.0027 (8) C42B 0.0559 (12) 0.0290 (9) 0.0481 (11) −0.0021 (9) −0.0056 (9) 0.0023 (8) 
